METHODS AND RESULTS
Total RNA was extracted from fresh leaves of one individual of P. mongolica using the EasyPure Plant RNA Kit (TransGen Biotech Inc., Beijing, China) following the manufacturer's protocol. A cDNA library was prepared using the TruSeq Stranded Total RNA Sample Prep Kit (Illumina, San Diego, California, USA) and sequenced on a HiSeq 3000 sequencing platform (Illumina).
Extra (adapters and other Illumina-specific sequences) and low-quality sequences were removed from the raw data using the software Trim Galore version 0.4.4 (Li et al., 2015) . FastQC version 0.11.5 software (Yang et al., 2013) was used to analyze the quality control of the pre-processed data. A total of 53,866 contigs were obtained by de novo assembly using Trinity version 2.3.2 (Grabherr et al., 2011) . SSR detection was performed with MISA version 1.0 (Thiel et al., 2003) with the following criteria: ≥6 repeat units for dinucleotides, ≥5 for tri-, and ≥4 for tetra-, penta-, and hexanucleotides. Primer sets were designed with Primer3 using the default parameters (Koressaar and Remm, 2007; Untergasser et al., 2012) . A total of 19,498 SSRs were identified from 15,837 contigs, and 6069 primer sets were designed. Two hundred primer sets that amplified di-, tri-, and tetranucelotide repeats with ≥6, ≥5, and ≥4 repeat units, respectively, were selected to test for polymorphism. Raw transcriptome data were deposited in the National Center for Biotechnology Information Short Read Archive (BioProject no. PRJNA418876, BioSample no. SAMN08038438).
Because of habitat loss, only 32 P. mongolica individuals were sampled from three populations (Appendix 1). Total genomic DNA was extracted from 0.15 mg of leaf tissue using a modified cetyltrimethylammonium bromide (CTAB) method (Wang et al., 2010) . All PCRs were performed in total volumes of 15 μL: 1 μL ) was used to detect genotyping errors due to null alleles, stuttering, or allele dropout. The number of effective alleles and levels of observed and expected heterozygosity were calculated using GENETIX version 4.0 (Belkhir et al., 2001) . Deviation from HardyWeinberg equilibrium and linkage disequilibrium was tested with GENEPOP version 3.4 (Rousset, 2008) . A total of 51 primer sets produced consistent amplifications in all samples and were polymorphic (Table 1 ). These 51 loci had high numbers of effective alleles and high levels of observed and expected heterozygosity, ranging from seven to 11, 0.545 to 1.000, and 0.600 to 0.989, respectively ( Table 3 ).
CONCLUSIONS
In our study, a total of 19,498 SSRs were identified from 15,837 contigs, and 6069 microsatellite primers were designed. Among the identified SSR loci, 51 microsatellite primer pairs were polymorphic. The 51 novel microsatellite markers can be used to study the genetic diversity, landscape genetics, and phylogeography of the 
